. Phosphorylated peptides Identified by mass spectrometry. Shown are the reconstructed peptides isolated by both the standard purification and titanium oxide enrichments after trypsin digest. Confidence in identification is given as a probability. The residues in bold are the ones identified as having a mass value 80 daltons higher than predicted, indicating a phosphorylation modification. Please fill data into the Figure S1 . MCPyV phospho-mutant LT proteins recruit cellular factors to the same degree. Replication foci scored in Figure 3 A-C were assessed for colocalization of the indicated cellular factors. Bar indicates standard deviation from the mean from three independent experiments. A one-way ANOVA was performed to determine significance (** p < 0.001).
Cancers 2014, 6 S2 Figure S2 . Unwinding assay performed with a helicase mutant LT and a mutated Ori probe. Unwinding assays were performed with both wild-type LT and the E627A mutation, which abolishes helicase activity. In parallel, an origin probe with a mutation in the seventh pentanucleotide repeat which abolishes origin-dependent replication (Ori350) was also tested using wild-type MCPyV LT. Data shown are representative of two repeats.
